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FIGURE 2

Secondary Structure large subunit nbosomal RNA - 5' half
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FIGURE 3
Methylation of 23S rRNA
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FIGURE 4A
Accessibility of the components of the GAR
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FIGURE 4B

TSR methylates isolated GAR-LHL
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Binding of L11 by inhibition of methylation
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Erythromycin resistance methyltransferase (erm)

)
8§
-¢
S-&
88 a0
AC~GayT
- Ua
Ay A
Py ! K
tecacacdhontos ‘ ] cAp
TEOSTEEITY scuGavaccacs “BASUY
GEGUGCCAUCY CC . phoe b b
Ie CGG LGUGGEES Cu, A
U 4 LU caG A
s c
%o § 20
oAl | 4
N

large subunit ribosomal RNA - 3" half

Peptidyl transferase centre

Figure 8
Peptidyl transferase centre

Erythromycin resistance methyltransferase (erm),
dimethylates N6 of A2058 of 23S rRNA.



6/17

FIGURE 9

16S rRNA (E.Coli)
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FIGURE 10

Secondary Structure: large subunit ribosomal RNA - 5 half
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FIGURE 12

Secondary Structure: small subunit ribosomal RNA
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large subunit ribosomal RNA - 5’ half

Secondary Structure
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FIGURE 14

large subunit ribosomal RNA - 3" half

Secondary Structure
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Figure 14

Uridine (grey) residues in 23S rRNA that are substrates

for a pseudouridine synthase.
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FIGURE 15
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FIGURE 17
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FIGURE 19
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FIGURE 21
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FIGURE 22
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